Supplementary information 1 HLA-DQ constructs

HLA-DQ?2 construct details

0o chain

Construct design

Proline Xhol site Signal peptide 'DO2 & £hain | Thrombin linker & BamHI site Acidic leucine zipper Stop codon [KEpnl site Proline

DNA sequenc

CGCTCE AGAT GATCCTARACAARG CTCTGATE CTEGE 6GCCCTTGCCCTE ACCACCETE ATGAGCCOCTETG GAGET / /GRAGACATTGTGGCTE ACCACGTC GCCTC TTAT GETGT AAAC TTGTACCAG TCTTACGGTCCCTC

66 CCAG TACACCCAT GAATTTGAT GGAG ATGAG CAGT TCTACGTEE ACCT GG6EAGGARGEAGACTGTCTEE TCTTTGCCT 6TTCT CAGACAATT TAGATTTG Al AATTTGCACTGACARACATCG CTGTCCTARRACAT

AACTTGAACAG TCTGATTARAACGCTCCARCTCTACCGCTGCTACCARTGAGGTTCCTGAG GTCACAGTG TTTTCCAM TCTCCCGTG ACACTGGGTCAGCCCARCATCCTCAT CTGTCTTGTGGACAACAT CTTT CCTCCTETG G

CAACATCACATGGCTGAGC AATGGGCACTCAGT CACAGAMGGTGTTTCTG AGACCAGCT TCCTCTCCAMGAG TGATCATTCCTTCT TCARGATCAGTTAC ACCCTCCTCCCTTCTGCTGAGGAGAGT TATG ACTGC ARGG T
CTGGACARGCCTCTTCTGAARCACT GGGAGCCTE AGAT TCCRAG C! ATATGTCAGAGCTCACAGAGTCG TCAGC AGACCTEE TTCCG CGC \ \QQB_H CCACTACAGCTCCATCAGCTCAGCTCGARAR AG G C

CCAGGCCCTE CAGARGGAARATGCACAG CTGEAATEG GAGTTECAAGCACTEGGAAARGE AACTE GOUTCAGTE AGEGTACCC

m chain

Construct design
Proline EcorIl site Signal peptide |1 3 xesidues of D02 P chain Agel site Peptide Factor X linker with Mfel site D@2 P chain

Thromhin linker & BamHI site Basic leucine zipper Fleixhle linker [Bi¥® £ag Histidine tag Stop codon HindIII site | Glycine

DNA sequence
06 GAATTCAT G TCTT 66 ARGARGE CTTTGCEAATCCCTEGAGGCCT TCGE GTAGC ARCT 6TGACCTTE ATGC TEECE ATGC TEAGC ACCCCEETEECTE AGEE ¢/ / AG AGACTCTAC CGET CAATT ACAA AAAT TTCCE CARCC
SGAATTGCCGT ACCCE CARCCECARCCEEGTEETGETG GTTCAATTG AGGG TCECEETTC CGETE 6TGE TTCC AGAGACTCT COCGAGGATTICGTGTACCAGT TTAAG GECATGTEGCTACTICACCARCC GGACAGAGCGCGTG
GTCTTG TGAG CAGAAGCATCTATAACCG AGAAG AGATCGTG CGCTTCGACAGCGACEGTE GEGGEGAGTTCCEGEGCEGETE ACGC TGCTE GGG CTGCCTGCCECCGAGTACT GGARMCAGCC AGARGGACATCCT GGAG AGEGARMCGE G
GGETGTGCAGACACARC TACCAGTTG GAGC T CEACCTTG CAGC GECEGAGTGG AGCC b C b CATCCAGGAC AGAG GCC CACARMCCTEGCTGGTC TGCTCGETG ACAG I
TTCTATCCAG CCCAG ATCAALG T GTEGGTTTCGGAATGACCAGG AGGAGACAG CTG TTGTGTCCACC TTATT AGGAATGGTGACTG GACCTTCC AGAT GG TGATGCTGE ARATG ACT CAGCGTGGAGAC
YTCTACACCTE CCACE THEAGCAL CATCACCGTEEACTEGCGE GCTCAATCTGAAT CTGCCCAGAGCANG TCGT CAGCAGACCTEET TCCEC6C f6GATCCACT ACAGCTCCATCAGC
AAAGARACTGCAGGCACTGARGARRAAGARCGCTCAGCTGAAGTEGGARACT TCARG CCCT CARGAAGRAAACTCGCCCAGGET TCOG6 TTCCEETTCCGETTCCETTGGAGGRAATCTITGAGGCAATG ARGATGGAGCTGCGGEACL]
CATCATCATCATCATCATCATCATCATCATTGARAAGCT TEGGE

The boxed elements in the construct design and the DNA sequence between the double slashes correspond to those parts of the construct
that were contained within the final crystallized product.



HLA-DQS8 construct details

o chain

Construct design

Proline Xhol site Signal peptide |DO8 o chain Thrombin linker & BamHI site Acidic leucine zipper Stop codon [Kpal site Proline

DNA sequence
06 CTCE AGAT GATCC TAAACAALG CTCTEATE CTEEG GGCC CTCEC CCTE ACCAC CETE ATGAGCCCT TETG G AGET / /GARGACATTGT GGCTE ACCATETT GCCTCTTACGETET AMACTTGTACCAG TCTT ATEGT CCCTC
GG GCAGTACAGCCATGAAT TTGATGEGAG ACGAGGAGT TCTATGTGG ACCTGGAGAGEARGEAGACTGT CTGGCAGTTGCCTCTGTTCCGCAGATT TAGAAGAT TTGAC GCAATTTGCACTGACARMACATCGCTGTGCTARAD
AT AACT TGAACATCG TGAT TAAACGCTCCARCT CTACCGCT GCTACCAATGAGGTTCCTGAGGTCACAGTGTTTTCCAAGTCTCCCGTGACACTGGETCAGCCCARMCACCCTCATCTGTCTTGTGG ACAACATCTTTCCTCCT G
GG TCARCATC ACCTGGCTG AGCAATGGEG CACTCAGTC ACAG ARMGGTGTTTCTGAG ACCAGCTTCCTCT CCARGAGTG ATCATTCCT TCTTCAAGATCAG TTACCTCAC S CTGCTGATGAG ATTTATGACTGCAD

m chain

Construct design
Proline EcorI site Signal peptide |1 3 ¥esidues of DO8 P chain | Agel site Peptide Factor X linker with Mfel site [DQ8 P chain

Thrombin linker & BamHI site Basic leucine zipper BiraA tag [Histidine tag Stop codon HindIII site Glycine

DNA sequence

CEGAATTCATGTCTTGGARGAAGG CTTTGCGAATCCCTEGGAGGCCT TCGEGTAGC AACTGTGACCTTG ATGCTGGCG ATGCTGAGT 'CCGETEGCTEAGGEC S fAGAGACTCTACCGEGTCAGCAGT CGTCCEET GAGG G|
TCCTTCCAGCCGTCCCAGG AGAAT COCGCAGGGTGGTGGTGG TTCAATTGAGGGTCGCEGG TTCCGGTEE TGGT TCCAGAGACTCTCCCGAGGATTTCGTG TACCAGTTT ARGGGCATG TCCTACTTCACCAACGEGGACGE AGCGC
TG CGTCTTGTGACCAGATACATCTATAACCGAG AGGAGTACGCACGCTTCGACAG CGACGTEGGEEGTEG TATCGGGCEGTGACGCCECTEGGCCEGCCTECCGCCEAGT ACTGGAACAGCCAGAMG GAAGT CCTGGAGAGGACCC

GG CEEAGTTG GACACGETG TGCAG ACACARMC TACCAGTTGE AGCTCCGCACGACCTTGCAGCGG CGAG TGGAGCCCACAGTGACCATCTCCCCAT CCAGGACRGAGEGC CCTC C ARCCTGCTGGTCTGCTCAGTGAC
WGATTTCTATC SCCAGATCAAAGTCCGGTGGTTTCGGAATGAC GEAGGAGACAMC TGGCGTTGT GTCC A CCCTTATTAGGAACGGTG ACTGG AC TCCAGATCCTGGTGATGCTGGARAATGACTCCCCAGCGTEG B
FACGTCT ACACCTECCACGTGEAGC ACCCCAGCCTCCAGAAC CCCAT CATCGTGGAGTEE CGEECTCAG TCTT CGTCAGCAG ACCTGGTTCCGCGC f /66 ATCCACTACAGCT CCATC AGCTCAGT TGAARAAGARACTGE CAGE C|
ACTGAAG ARARAGARCGCTCAGCTG AMGTGGARAACTTCAMGC CCTCAAGARGAAMCTCGCCCAGCTTGG AGGAATCTTTGAG GCAATGAMG ATGGAGCTG CGGE ACCATCATCATCATCATCATTGARAGC TTGG G|

The boxed elements in the construct design and the DNA sequence between the double slashes correspond to those parts of the construct
that were contained within the final crystallization product.



